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START 



READ GENE SEQUENCE DATA CORRESPONDING TO A GENE SEQUENCE 
AND CODING SEQUENCE DATA CORRESPONDING TO A PLURALITY OF CODING 
SEQUENCES WITHIN THE GENE SEQUENCE 



IDENTIFY PRIMER PAIR DATA FOR THE CODING SEQUENCE 
USING A SET OF PRIMER IDENTIFICATION RULES, 
WHICH INCLUDES A RULE THAT SPECIFIES THAT THE PRIMER PAIR DATA 
BE OBTAINED FOR A PREDETERMINED ANNEALING TEMPERATURE 



STORE THE PRIMER PAIR DATA IN ASSOCIATION WITH THE CODING SEQUENCE 
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SIMULTANEOUSLY AMPLIFY THE PLURALITY OF CODING SEQUENCES 
IN GENE SEQEUNCES FROM THREE OR MORE DIFFERENT INDIVIDUALS 
AT THE PREDETERMINED ANNEALING TEMPURATURE 
USING THE IDENTIFIED PAIRS OF PRIMER SEQUENCES 
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SEQUENCE THE PLURALITY OF AMPLIFIED CODING SEQUENCES 
TO PRODUCE A PLURALITY OF NUCLEOTIDE BASE IDENTIFIER STRINGS 
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POSITIONALLY ALIGN THE PLURALITY OF NUCLEOTIDE BASE IDENTIFIER STRINGS 
TO PRODUCE A PLURALITY OF ALIGNED NUCLEOTIDE BASE IDENTIFIER STRINGS 



COMPARE ALIGNED NUCLEOTIDE BASE IDENTIFIER STONGS AT A GIVEN POSITION 




DIFFERENCE 



READ NUCLEOTIDE BASE QUALITY INFORMATION 
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COMPARE THE NUCLEOTIDE BASE QUALITY INFORMATION 
WITH PREDETERMINED QUALIFICATION DATA 



VISUALLY DISPLAY THE NUCLEOTIDE BASE QUALITY INFORMATION^ 
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PROVIDE RESULTING DATA THAT IDENTIFIES WHERE THE DIFFERENCE AMONGST 
THE ALIGNED BASE IDENTIFIERS EXIST 
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COMPARE NUCLEOTIDE BASE IDENTIFIER 
WITH A PRESTORED NUCLEOTIDE BASE IDENTIFIER 
AT A POSITION WHERE A DIFFERENCE EXISTS 
IN ORDER TO IDENTIFY WHETHER THE NUCLEOTIDE BASE IDENTIFIER 
IS A VARIANT 




1 



PROVIDE ADDITIONAL RESULTING DATA THAT IDENTIFIES 
WHETHER THE NUCLEOTIDE BASE IDENTIFIER IS A VARIANT 
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STORE THE ADDITIONAL RESULTING DATA 
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HAPLOTYPE DATA PRODUCED 



